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9 weeks, weight 3325 g, and < 3 birth hospital days .Of
S aureus infections, 5 (56%) were MRSA .Six of 9 were
ale. Median age at symptoms onset was 12 days (r:9-18).All
nfection involved skin and soft tissue (9/9) with pustulo-
is, omphalitis, mastitis, chest, facial/neck, inguinal and
oin abscesses. Five of 9 had severe manifestation: sepsis,
stheoarticular infection, orbital cellulitis and necrothizing
neumonia. Culture positive were obtained in 7 from soft
issue, 4 blood and 2 joint. All received sistemic antibiotics.
our of 5 (80%) and 2/ 4 (50%) MRSA and MSSA infections
espectively required surgical drainage. One patient died
ecause of sepsis.Maternal skin/soft tissue infection history
ccured with 3/ 4 MRSA versus none of MSSA infections.
Conclusion: Epidemiology of CA-Sa infection is changing
ven in the newborn period, with increasing MRSA strains.
ale neonates 9-18 days of life were affected more often,
aternal infection and surgical drainage has a strong asso-
iation with MRSA isolation.
oi:10.1016/j.ijid.2010.02.447
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tiologic aspects of 341 cases of acute undifferentiated
ebrile syndrome (AUFS) in southeast Brazil
.S. Gonc¸alves da Costa ∗, L.M. Carvalho valle, M.E. Brigatte
Hospital Monte Sinai & Suprema Medical School, Juiz de
ora MG, MG, Brazil
Background: The etiologic nature of the acute undiffer-
ntiated febrile syndromes (AUFS) has been a challenge
verywhere. This last aspect has been overwhelming in
eveloping countries like Brazil where limited information
as been available. We systematically sought the etiology
f AUFS in 341 in and outpatients seen from the city of Juiz
e Fora, Minas Gerais State, Brazil, during a 5 years period.
Methods: Three hundred and forty one consecutive in and
utpatients with AUFS were studied. Serological tests for
ickettsial infections were performed by microimmunoﬂu-
rescence with ‘‘in door’’ slides using antigens from CDC
tlanta USA: Ehrlichia chaffeensis, Coxiella burnetii , Rick-
ttsia typhi , Rickettsia rickettsii, Bartonella henselae and
artonella quintana.
Rickettsia felis identiﬁcation was done by PCR in the
ttacking ﬂeas. Serological tests for salmonellosis, brucelo-
is, toxoplasmosis, leptospirosis, CMV, EBV, Mycoplasma
neumonia, Chlamydia pneumoniae, Lyme’s disease, bru-
ellosis, HIV and dengue fever were performed in referral
ommercial laboratories. Inﬂuenza antigens tests, Toxocara
anis and hantanvirus serologic tests were performed in
atients with speciﬁc strong epidemiological and clinical
vidence. Blood and other materials cultures were locally
erformed.
Results: Dengue fever was the most frequent diagnosis
ith 78 cases (22.9%). Fifth-three rickettsial infections gave
ise to 15.5% of etiologies leaded by spotted fever group
ickettsiosis with 19 cases (5.6%) 3 of then Rickettsia felis
nfections (0.9%). Q fever - 14 cases (4.1%), monocytotropic
hrlichiosis - 12 cases (3.5%), murine typhus - 5 cases (1.5%)
nd Bartonella spp. infection - 3 cases (0.9%) were the other
ickettsial causes. EBV infection were 20 cases (5.7%). Par-
ovirus B19, CMV and M. pneumoniae infection, all with 13
a
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ases (3.8% each) were also frequently diagnosed. Toxoplas-
osis cases were 10 (2.9%) and Chlamydia pneumoniae 7
2%). Inﬂuenza, leptospirosis and enteric fever were 6 cases
ach (1.7%), followed by yellow fever vaccine reactions (5
ases - 1.5%). Seventy-seven cases (22.6%) remained incon-
lusive and a myriad of other disorders was identiﬁed in 34
atients (10%).
Conclusion: This study emphasizes the need of investigat-
ng a wide array of etiological agents rather than simplistic
yndromic approaches. High frequency of rickettsial infec-
ion and dengue fever were observed in this study.
oi:10.1016/j.ijid.2010.02.448
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ick-borne encephalitis virus in Mongolia
. Khasnatinov1,∗, D. Tserennorov2, P. Nymadavaa3, E.A.
chaporgina4, T. Glushenkova4, E. Arbatskaya4, J. Bataa3,
. Abmed3, G.A. Danchinova4, D. Otgonbaatar2
SC FHHR SD RAMS, Irkutsk, Russian Federation
National Center for Infectious diseases with natural foci,
laanbaatar, Mongolia
National Center for Infectious diseases, Ulaanbaatar, Mon-
olia
SC FHHR SD RAMS, Institute of Epidemiology and Microbi-
logy, Irkutsk, Russian Federation
Background: In Mongolia, Tick-Borne Encephalitis virus
TBEV) now causes approximately 20 cases of disease annu-
lly. The disease is registered at national level from 2001 and
5 cases occurred from 2005 to 2008. We studied main eco-
ogical, epidemiological and genetic characteristics of TBEV
n Mongolia.
Methods: Questing ticks were collected in forested
egions of Northern Mongolia by ﬂagging. The amount of
icks per 1 km was estimated and their species, gender and
tage were identiﬁed by morphology. Ticks and human serum
amples were analyzed by ELISA, RTPCR and sequencing.
Results: The natural foci of TBE are spread in Northern
art of Mongolia and linked to the Taiga Ticks I. persulca-
us distribution. The average tick abundance vary from 0,2
ick per km in Huvsgol aimag to 43 ticks per km in Selenge
imag with the most numerous tick populations in Selenge
nd Bulgan aimags. The average TBEV infection rate in ticks
n Selenge aimag is 5,5% and in Bulgan aimag - 4,4%. The
ates of TBEV infection for Tuv, Hentii, Orkhon and Huvs-
ol aimags are not established so far due to low Taiga tick
bundance in these territories. Several popular objects of
ilgrimage, international tourism and recreation were stud-
ed to evaluate the risk of human infection with TBEV and
marbayasgalant monastery (Selenge aimag) was found to
e of high risk.
The serological survey among 965 residents of Selenge
imag revealed that average 6,2% of people have the speciﬁc
ntibodies against TBEV.
The genetic characteristics of Mongolian TBEV from ticks
nd patient indicate that Far Eastern and Siberian subtypes
re common in Mongolia and viral populations are closely
elated to TBEV from neighbor regions of Russia — Buryat
epublic and Irkutsk Region.
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Conclusion: Thus, the highest risk of human infection
with TBEV in Mongolia is the feature of Selenge and Bul-
gan aimags (Fig. 2) and intensive measures of prophylaxis
are necessary both for residents and for tourists in those
provinces. This project has been supported by Russian Fund
for Basic Research, grant=08-04-90206-Mong a.
Figure 2. Prevalence of TBEV in Northern Mongolia and
risk of infection for humans
doi:10.1016/j.ijid.2010.02.449
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Bartonella spp infections diagnosed between 2005 and
2009 by the National Rickettsial Reference Laboratory in
Rio de Janeiro, Brazil
C. Lamas1,∗, K. Koppe2, T. Azevedo2, M.A. Mares-Guia2,
D. Almeida2, A. Guterres2, T. Rozental2, A. Favacho2, E.R.
Lemos2
1 Instituto Nacional de Cardiologia, Rio de Janeiro, Brazil
2 Instituto Oswaldo Cruz, Rio de Janeiro, Brazil
Background: Bartonellae are gram negative bacteria
that parasitize erythrocytes and endothelium of several
mammals, being widespread in nature. Its main source of
infection to humans is the domestic cat. Bartonella infection
is not notiﬁable, and no national data is available regard-
ing its manifestations in Brazil. The aim of this study is to
describe the cases referred with a possible diagnosis of bar-
tonellosis to the National Rickettsial Reference Lab (LNHR)
in Rio de Janeiro.
Methods: A Microsoft Excel® datasheet was designed for
the study, so as to correlate the Brazilian Ministry of Health
Notiﬁcation requests received by LNHR (SINAN, for Brazilian
Spotted Fever, notiﬁable since 2001) and the Lab’s database.
The diagnosis of bartonella infection was considered def-
inite when paired samples showed a 4-fold difference in
titers detected in the Indirect Immunoﬂuorescence Assay
for B.henselae IgG antibodies from Bion, USA, and/or the
polymerase chain reaction (using primers CAT1/CAT2) was
positive in biological samples.
Results: 54 patients had samples sent with the SINAN
requests with the clinical suspicion of bartonellosis. Of
these, 20 (37%) had deﬁnite infection by reactive IFA assay
and/or positive PCR results (6 of 20). 19/20 patients were
from Rio, 1 from Bahia. Mean age± standard deviation
was 28,9± 17,5 years, with median of 26. 12/20 patients
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ere male. 14 referred contact with pets, mostly cats.
ost prevalent signs and symptoms were fever and chills
11/15), adenopathy (11/12), hepatoesplenomegaly (7/13),
bdominal pain (5/19), prostration (5/9), headache (5/10)
nd conjunctival injection (4/11). Six patients had neurore-
initis, one of which with associated meningoencephalitis.
ne of the 20 patients had aortic valve endocarditis which
equired surgery.
Conclusion: More human samples are gradually being sent
or Bartonella testing in LNHR, possibly because of greater
edical awareness of this infection. Although classically
he agent of cat-scratch disease, severe syndromes such as
euroretinitis, disseminated disease (with fever and hep-
tosplenomegaly) and endocarditis were seen in this ﬁrst
ocumented series of cases from Brazil. This deserves pub-
ic health attention and better information to health care
roviders.
oi:10.1016/j.ijid.2010.02.450
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ultiplexed diagnostic assays for detection of high conse-
uence foreign and emerging animal disease
.C. Carrillo1,∗, J. Thissen1, J. Olivas1, K. Pitz1, M. El
heikh1, B. Harrel 1, S. Hall 1, M. Rasmussen2, L. Bentley
ammero1, R. Lenhoff1, P. Naraghi Arani1
Lawrence Livermore National Laboratory, Livermore, CA,
SA
Plum Island Animal Disease Center, GreenPort, NY, USA
Background: Due to the overwhelming number of for-
ign and emerging animal diseases a critical challenge to
etection and response to outbreaks of animal disease is
he availability of rapid, rigorously tested diagnostic assays
ble to detect multiple disease organisms. Methods cur-
ently used for veterinary diagnostics are generally single
gent and can be timeconsuming, labor-intensive, and dif-
cult to scale up in the event of an outbreak. Multiplexed
CR detection capabilities provide many advantages over
onventional single agent, timeconsuming and labor inten-
ive detection methodologies. Because of these advantages,
oupled with their inherent adaptability and multiagent util-
ty, multiplexed PCR assays are ideal for use in detection of
oreign and emerging animal disease.
Methods: Our most promising work thus far has been the
evelopment of multiplexed RTPCR nucleic acid assays that
an detect multiple genome regions of pathogens in a single
ube with a high degree of sensitivity and speciﬁcity.
Results: We have demonstrated the ability to simulta-
eously extract and amplify DNA and RNA targets from
nvironmental and clinical samples with a high degree of
fﬁciency. The FMD assay can detect 17 distinct genomic
egions from a panel of foreign and domestic viruses that
re clinically indistinguishable from Foot and Mouth Disease
irus in cattle, sheep and pigs. While our deeply multiplexed
vian inﬂuenza assay can simultaneously detect and subtype
nﬂuenza A in a sample from poultry or wild birds and deter-
ine if the most common human (H1,2,3) and well as several
vian subtypes (H3,5,7,9) are present. The avian inﬂuenza
ssay detect 37 distinct genomic regions located on segment
(hemagglutinin), segment 7 (matrix) and segment 8 (non
